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Xba I Not I 



•EK2 Pro 



50 
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SEQ. ID.NO. 2(A) 
Eco RI 

GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAATCCCGCCTGCT 

1 + + + + + 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAGGGCGGACGA 
MDSKGS SQKS RLL 
Prolactin Signal Sequence 

CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTGTGGTCTCCG 

51 + + + + + 100 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLL CQG V V S I 
Prolactin Signal Sequence *- 

Not I 

H ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

q ioi + + + + + 150 

(3 TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGAACGACGGGGGAAA 
DY K D D DDlV DjA A ALA APF 
FLAG 1 —J EK2 Pro 



GATGATGATGACAAGATCGTTGGGGGCTATGCTCTAGATAGCGGCCGCTT 

151 4- + + + + 200 

CTACTACTACTGTTCTAGCAACCCCCGATACGAGATCTATCGCCGGCGAA 
D D D D K I V G G Y A L j j * j — 



: ft- 
'iUF 

flj 
Q 

Q CCCTTTAGTGAGGGTTAATGCTTCGAGCAGACATGATAAGATACATTGAT 

H 201 + + + + + 250 

GGGAAATCACTCCCAATTACGAAGCTCGTCTGTACTATTCTATGTAACTA 

SV40 Late pA 

GAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTG 

251 + + + + + 300 

CTCAAACCTGTTTGGTGTTGATCTTACGTCACTTTTTTTACGAAATAAAC 

SV4*0 Late pA 

TGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATA 

301 + + + + + 350 

ACTTTAAACACTACGATAACGAAATAAACATTGGTAATATTCGACGTTAT 

SV40 Late pA 

Hindi 
AACAAGTTGAC 

351 +- 361 

TTGTTCAACTG 
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FIG. 2(B) 

SEQ.ID.NO. :2 

Eco RI Not I 
GAATTCACCATGAATCCACTCCTGATCCTTACCTTTGTGGCGGCCGCTCT 
^ + + + + + 

CTTAAGTGGTACTTAGGTGAGGACTAGGAATGGAMCACCGCCGGCGAGA 
|M N PL L I L T F VIA A A L 
I Trypsinogen Pre " 

Xba I 

TGCTGCCCCCTTTGATGATGATGACAAGATCGTTGGGGGCTATTGTCTAG 
51 + + + + + 

ACGACGGGGGAAACTACTACTACTGTTCTAGCAACCCCCGATAACAGATC 

AAPFDDDDKIVGGY C LI 
EK3 Pro 1 

Not I 

ATACCCCTACGATGTGCCCGATTACGCCTAGCGGCCGCTTCCCTTTAGTG 

101 + + + + + 

TATGGGGATGCTACACGGGCTAATGCGGATCGCCGGCGAAGGGAAATCAC 
YPYDVPDYA*! 
1 X HA- TAG * 



AGGGTTAATGCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGGAC 
151 + + -h + + 

TCCCAATTACGAAGCTCGTCTGTACTATTCTATGTAACTACTC7^AACCTG 



SV40 Late pA 

AAACCACAACT AGAATGCAGTGAAAAAAAT GCTTTATTTGT GAAATTTGT 

201 + + + + + 

TTTGGTGTTGATCTTACGTCACTTTTTTTACGAAATAAACACTTTAAACA 



SV40 Late pA 

Hindi 

GATGCTATTGCTTTATTTGTAACCATTATAAGCTGCMTAAACAAGTTGA 

251 + + + + + 

CTACGATAACGAAATAAACATTGGTAATATTCGACGTTATTTGTTCAACT 



SV40 Late 



C 

301 - 301 
G 



SEQ.ID.NO. :3 
Eco RI 
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FIG. 2(C) 



GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGMATCCCGCCTGCT 

+ + + 1 + 50 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAGGGCGGACGA 
iMDSKGS SQK S RLL 
I Prolactin Signal Sequence 



in 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTGTGGTCTCCG 
51 + + + h + 100 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLLCQG V V S 
Prolactin Signal Sequence 

Not I 

ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

101 + + + -I + 150 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGMCGACGGGGGAAA 



? |Q DYKDDDDlVDIAAALA APF 



i,U FLAG 1 1 FXa Pro 



i__i 



Xba I 

ATCGAGGGGCGCATTGTGGAGGGCTCGGATCTAGATACCCCTACGATGTG 
151 + + -h 1 + 200 

TAGCTCCCCGCGTAACACCTCCCGAGCCTAGATCTATGGGGATGCTACAC 

IEGRIVEGSD L| |! P YDV 
FXa Pro 



CCCGATTACGCCGCTAGATACCCCTACGATGTGCCCGATTACGCCGCTAG 

201 + + + 1 + 250 

GGGCT7^ATGCGGCGATCTATGGGGATGCTACACGGGCTAATGCGGCGATC 
P DYAARY PYD VPD YAAR 
3 X HA- TAG 



ATACCACTACGATGTGCCCGATTACGCCGCTAGATACCCCTACGATGTGC 

251 + + + + 300 

TATGGTGATGCTACACGGGCTAATGCGGCGATCTATGGGGATGCTACACG 

YHYDVPDYAARYP YDV 
3 X HA-TAG 



Not I 

CCGATTACGCCTAGCGGCCGCTTCCCTTTAGTGAGGGTTAATGCTTCGAG 

301 + + + 1- + 350 

GGCTAATGCGGATCGCCGGCGAAGGGAAATCACTCCCAATTACGAAGCTC 

P D Y A * J wmmmmm—mmmmmmmmmmmmm~m~—mmmmm 
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FIG. 2(D) 



CAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGMTG 

+ + + + + 

GTCTGTACTATTCTATGTAACTAC TCAAACCTGTTTGGTGTTGATCTTAC 

SV40 Late pA 

CAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATXGCTTTATT 

+ + + + + 

GTCACTTTTTTTACGAAATAAACACTTTAAACA CTACGATAA.CGAAATAA 

SV40 Late pA 

Hindi 

TGTAACCATTATAAGCTGCAATAAACAAGTTGAC 

+ + : + 484 

ACATTGGTAATATTCGACGTTATTTGTTCAACTG 



6/34 



SEQ.ID.NO. :4 



FIG. 2(E) 



ECO R I 

GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAATCCCGCCTGCT 

! 4 + + + + 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAGGGCGGACGA 
JMDSKGS SQKS RLL 
' Prolactin Signal Sequence 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTGTGGTCTCCG 

51 + + + + + 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLL CQG V V S 1 
Prolactin Signal Sequence *- 

Not I 



ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

101 + + + + + 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGAACGACGGGGGAAA 
D Y K D D D D j V D | A A A L A A P F 



FLAG 1 1 EK1 Pro 



Xba I 



GATGATGATGACAAGATCGTTGGGGGCTACAACTGTCTAGACATCACCAT 

151 + + + + + 

CTACTACTACTGTTCTAGCAACCCCCGATGTTGACAGATCTGTAGTGGTA 

DDDDKIVGGY NCLl I H H H 

EK1 Pro 1 * 

Not I 

CACCATCACTAGCGGCCGCTTCCCTTTAGTGAGGGTTAATGCTTCGAGCA 

201 + + + + + 

GTGGTAGTGATCGCCGGCGAAGGGAAATCACTCCCAATTACGAAGCTCGT 

H H H * I ^^—11^—^——— 

6 X HIS-TAGJ 

GACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGMTGCA 

251 + + + + + 

CTGTACTATTCTATG TAACTACTCAAACCTGTTTGGTGTTGATCTTACGT 

SV40 Late pA 

GTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTG 

301 + + + + + 

CACTTTTTTTACGAAATAAACACTTTAAACACTACGATAACGAMTAAAC 



SV40 Late pA 
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FIG. 2(F) 



Hindi 

TAACCATTATAAGCTGCAATAAACAAGTTGAC 

+ + + — 

ATTGGTAATATTCGACGTTATTTGTTCAACTG 



i y 
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FIG. 2(G) 



SEQ.ID.NO. :5 
Eco RI 

GAATTCACCACCATGGCTTTCCTCTGGCTCCTCTCCTGCTGGGCCCTCCT 
1 + + + + + 50 

CTTAAGTGGTGGTACCGAAAGGAGACCGAGGAGAGGACGACCCGGGAGGA 
iMAFLWL LSCW AL L 
L , — Chymotrypsinogen Pre 

GGGTACCACCTTCGGCTGCGGGGTCCCCGACTACAAGGACGACGACGACG 

51 + + + + + 100 

CCCATGGTGGAAGCCGACGCCCCAGGGGCTGATGTTCCTGCTGCTGCTGC 

GTT FGCGVPjD YKD D DDI 
Chymotrypsinogen Pre ' FLAG «- 

Not I 

CGGCCGCTCTTGCTGCCCCCTTTGATGATGATGACAAGATCGTTGGGGGC 

101 + + + + + 150 

GCCGGCGAGAACGACGGGGGAAACTACTACTACTGTTCTAGCAACCCCCG 
AAALAAPFDDDDKI VGG 
_ EK2 Pro ; — 

Xba I Not I 

TATGCTCTAGACATCACCATCACCATCACTAGCGGCCGCTTCCCTTTAGT 

151 + + + + + 200 

ATACGAGATCTGTAGTGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATCA 
YALllHHHHHH * I — — — — 
1 1 6 X HIS-TAG 1 



GAGGGTTAATGCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGGA 

201 + + + + + 250 

CTCCCAATTACGAAGCTCGTCTGT ACTATTCTATGTAACTACTCAAACCT 

SV40 Late pA 

CAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTG 

251 + + + + + 300 

GTTTGGTGTTGATCTTACGTCAC TTTTTTTACGAAATAAACACTTTAAAC 

SV40 Late pA 

Hinc 

TGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTG 

301 + + + + + 350 

ACTACGATAACGAAAT AAACATTGGTAATATTCGACGTTATTTG TTCAAC 

SV40 Late pA 

II 
AC 

351 — 352 
TG 
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SEQ.ID.NO. : 6 
Eco RI 



FIG. 2(H) 



GAATTCACCACCATGGCTTTCCTCTGGCTCCTCTCCTGCTGGGCCCTCCT 
+ + + + + 

CTTAAGTGGTGGTACCGAAAGGAGACCGAGGAGAGGACGACCCGGGAGGA 
iMAFLWLLSCW ALL 
I Chymotrypsinogen Pire 



GGGTACCACCTTCGGCTGCGGGGTCCCCGACTACAAGGACGACGACGACG 

51 + + + + 4- 

CCCATGGTGGAAGCCGACGCCCCAGGGGCTGATGTTCCTGCTGCTGCTGC 

G TT FG CGV PI D YKD D DDI 
Chymotrypsinogen Pre 1 FLAG L 

Mot I 

CGGCCGCTCTTGCTGCCCCCTTTGATGATGATGACAAGATCGTTGGGGGC 

101 + + 4- + 4- 

GCCGGCGAGAACGACGGGGGAAACTACTACTACTGTTCTAGCAACCCCCG 
AAALAAPF D D D DKI VGG 
EK2 Pro 

Xba I 

TATGCTCTAGATACCCCTACGATGTGCCCGATTACGCCGCTAGACATCAC 
151 + + + + + 

atacgagatctatggggatgctacacgggctaatgcggcgatctgtagtg 
yalJIypydvp dyaa rhh 

1 I HA 6 X HIS-TAG 

Not I 

CATCACCATCACTAGCGGCCGCTTCCCTTTAGTGAGGGTTAATGCTTCGA 
201 + + 4- + + 

GTAGTGGTAGTGATCGCCGGCGAAGGGAAATCACTCCCAATTACGAAGCT 
H H H H * { ■■■■■■■■■^■■■■■■■■■■m 



GCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAAT 
251 + + + + + 

CGTCTGTACTATTCTATGTAACTACTCAAACCTGTTTGGTGTTGATCTTA 



SV40 Late pA 

GCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTAT 

301 4- + 4- + 4- 

CGTCACTTTTTTTACGAAATAAACACTTTAAACACTACGATAACGAAATA 



SV4 0 Late pA 
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FIG. 2(1) 



Hindi 

TTGTAACCATTATAAGCTGCAATAAACAAGTTGAC 
+— + + 

AACATTGGTAATATTCGACGTTATTTGTTCAACTG 
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SEQ.ID.NO. :7 



F/G. 3(4; 



Eco RI 

GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAA'TCCCGCCTGCT 
1 + + + 1 h 50 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTA.GGGCGGACGA 
IMDSKGS SQK S R L L 
I Prolactin Signal Sequence 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGrGTGGTCTCCG 

51 + + + h + 100 

GGACGACGACCACCACAGTT TAGAT GAGAACACGGTCCCA.CACCAGAG GC 



LLLVVSNLLLCQG V V S 
Prolactin Signal Sequence — 



i 



Not I 

ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGC T GCCCCCT TT 

101 + + + 1 + 150 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGMCGACGGGGGAAA 
DY K D D DDiV D I A A A L A. A P F 



FLAG 1 1 EK2 Pro — 

Xba I 

GATGATGATGACAAGATCGTTGGGGGCTATGCTCTAGAGGCCGGTCAGTG 

151 + + + H + 200 

CTACTACTACTGTTCTAGCAACCCCCGATACGAGATCTCCGGCCAGTCAC 
DDDDKIVGGY A L I E j A G Q W 
EK2 Pro 1 1 



GCCCTGGCAGGTCAGCATCACCTATGAAGGCGTCCATGTGTGTGGTGGCT 

201 + + + » + 250 

CGGGACCGTCCAGTCGTAGTGGATACTTCCGCAGGTACACACACCACCGA 

PWQVSITYEGVHV CGG 
Prostasin.CDS • 



CTCTCGTGTCTGAGCAGTGGGTGCTGTCAGCTGCTCACTGCTTCCCCAGC 

251 + + + 1 + 300 

GAGAGC ACAGACT CGTCACCCACGACAGT CGACGAGTGAC GAAGGGGT C G 
SLVSEQWVLSAAHC FPS 
— Prostasin.CDS ■ 



GAGCACCACAAGGAAGCCTATGAGGTCAAGCTGGGGGCCCACCAGCTAGA 

301 + + + 1 + 350 

CTCGTGGTGTTCCTTCGGATACTCCAGTTCGACCCCCGGGTGGTCGATCT 
EHHKEAYEVK LGA H Q L D 
. Prostasin.CDS ■ 
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FIG. 3(B) 

CTCCTACTCCGAGGACGCCAAGGTCAGCACCCTGAAGGACATCATCCCCC 
351 + + + + + 

GAGGATGAGGCTCCTGCGGTTCCAGTCGTGGGACTTCCTGTAGTAGGGGG 
SY SEDAKV ST L KDI I P H 
— Prostasin. CDS ■ 



ACCCCAGCTACCTCCAGGAGGGCTCCCAGGGCGACATTGCACTCCTCCAA 

401 + + + + + 

TGGGGTCGATGGAGGTCCTCCCGAGGGTCCCGCTGTAACGTGAGGAGGTT 

PSYLQEGSQG D I A X, L Q 
Prostasin. CDS ■ 



CTCAGCAGACCCATCACCTTCTCCCGCTACATCCGGCCCATCTGCCTCCC 

451 + + + + + 

GAGTCGTCTGGGTAGTGGAAGAGGGCGATGTAGGCCGGGTAGACGGAGGG 
LSRPITFSRYIRPI CLP 
Prostasin. CDS _ ■ 



TGCAGCCAACGCCTCCTTCCCCAACGGCCTCCACTGCACTGTCACTGGCT 

501 + + + + + 

ACGTCGGTTGCGGAGGAAGGGGTTGCCGGAGGTGACGTGACAGTGACCGA 

AANASFPNGL HCTV TG 
Prostasin. CDS — 



GGGGTCATGTGGCCCCCTCAGTGAGCCTCCTGACGCCCMGCCACTGCAG 

551 + + + + + 

CCCCAGTACACCGGGGGAGTCACTCGGAGGACTGCGGGTTCGGTGACGTC 
WGHVAPSVSLLTPK PLQ 
Prostasin. CDS 



CAACTCGAGGTGCCTCTGATCAGTCGTGAGACGTGTMCTGCCTGTACAA 

601 + + + + + 

GTTG AGCTCCACGGAGACTAGT CAGCACT CT GCACATTGAC G GACATGTT 
QLEVPLISRE TCNC L Y N 
Prostasin. CDS — 



CATCGACGCCAAGCCTGAGGAGCCGCACTTTGTCCAAGAGGACATGGTGT 

651 + + + + + 

GTAGCTGCGGTTCGGACTCCTCGGCGTGAAACAGGTTCTCCTGTACCACA 

I DAKPEEPHF VQE D M V 
— Prostasin. CDS — — 
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FIG. 3(C) 

GTGCTGGCTATGTGGAGGGGGGCAAGGACGCCTGCCAGGGTGACTCTGGG 

701 + + + + + 

CACGACCGATACACCTCCCCCCGTTCCTGCGGACGGTCCCA.CTGAGACCC 
CAGY. VEGGKDACQG DSG 
Prostasin.CDS 



GGCCCACTCTCCTGCCCTGTGGAGGGTCTCTGGTACCTGACGGGCATTGT 

751 + + + + + 

CCGGGTGAGAGGACGGGACACCTCCCAGAGACCATGGACTGCCCGTAACA 
GPLSCPVEGLWYLT GIV 
Prostasin.CDS 



GAGCTGGGGAGATGCCTGTGGGGCCCGCAACAGGCCTGGTGTGTACACTC 

801 + + 4- + + 

CTCGACCCCTCTACGGACACCCCGGGCGTTGTCCGGACCACACATGTGAG 

SWGDACGARNRPG VYT 
Prostasin.CDS 



TGGCCTCCAGCTATGCCTCCTGGATCCAAAGCAAGGTGACAGAACTCCAG 

851 + + + + + 

ACCGGAGGTCGATACGGAGGACCTAGGTTTCGTTCCACTGTCTTGAGGTC 
LASSYASWIQSKVT ELQ 
Prostasin.CDS 



CCTCGTGTGGTGCCCCAAACCCAGGAGTCCCAGCCCGACAGCAACCTCTG 
901 + + + + + 

GGAGCACACCACGGGGTTTGGGTCCTCAGGGTCGGGCTGTCGTTGGAGAC 
PRVVPQTQESQPDS NLC 
Prostasin.CDS 

Xba I _ 
TGGCAGCCACCTGGCCTTCAGCTCTAGACATCACCATCACCATCACTAGC 

951 + + + + + 

ACCGTCGGTGGACCGGAAGTCGAGATCTGTAGTGGTAGTGGTAGTGATCG 

GSHLAFSjSRjHHHH H H * j 
Prostasin.CDS 1 1 6 X HIS — TAG 1 

Not I 

GGCCGCTTCCCTTTAGTGAGGGTTAATGCTTCGAGCAGACATGATAAGAT 

1001 + + + 4- + 

CCGGCGAAGGGAAATCACTCCCAATTACGAAGCTCGTCTGTACTATTCTA 



SV40 Late pA 
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FIG. 3(D) 



ACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAMTGC 

+ + + + + 

TGTAACTACTCAAACCTGTTTGGTGTT GATCTTACGTCRCTTTTTTTRCG 

SV40 Late pA 

TTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAG 

+ + + + + 

AAATAAACACTTTAARC ACTACGATAACGAAATARACATTGGTARTftTTC 

SV40 Late pA 

CTGCAATAAACAAGTTGAC 

+ 1169 

GACGTTATTTGTTCAACTG 



SEQ.ID.NO. :8 
ECO RI 
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FIG. 4(A) 



GAATTCACCACCATGGCTTTCCTCTGGCTCCTCTCCTGCTGGGCCCTCCT 

1 + + + + + 50 

CTTAAGTGGTGGTACCGAAAGGAGACCGAGGAGAGGACGACCCGGGAGGA 
iMAFLW L LSCW ALL 
I Chymotrypsinogen Pire — 



GGGTACCACCTTCGGCTGCGGGGTCCCCGACTACAAGGACGACGACGACG 

51 + + + + + 100 

CCCATGGTGGAAGCCGACGCCCCAGGGGCTGATGTTCCTGCTGCTGCTGC 

GTTFGCGVPlDYKDD DD 
Chymotrypsinogen Pre 1 FLAG 

Not I 



;:*f CGGCCGCTCTTGCTGCCCCCTTTGATGATGATGACAAGATCGTTGGGGGC 

; ; 3 101 + + + + + 150 

! ! I GCCGGCGAGAACGACGGGGGAAACTACTACTACTGTTCTAGCAACCCCCG 
] >*\ AAALAAPFD DDDKI VGG 
; iP — — EK2 Pro — 



'sO Xba I 



TATGCTCTAGAGGCCGGTCAGTGGCCCTGGCAGGTCAGCATCACCTATGA 

i5i + + + + + 200 

fU ATACGAGATCTCCGGCCAGTCACCGGGACCGTCCAGTCGTAGTGGATACT 
U YALlEjAGQW P W QVSI TYE 



ft 1 1 Prostasin.CDS • 

U : 

AGGCGTCCATGTGTGTGGTGGCTCTCTCGTGTCTGAGCAGTGGGTGCTGT 

201 + + + + + 250 

TCCGCAGGTACACACACCACCGAGAGAGCACAGACTCGTCACCCACGACA 

GVHVCGGS LVSEQ W VL 
Prostasin.CDS ■ 

CAGCTGCTCACTGCTTCCCCAGCGAGCACCACAAGGAAGCCTATGAGGTC 

251 + + + + + 300 

GTCGACGAGTGACGAAGGGGTCGCTCGTGGTGTTCCTTCGGATACTCCAG 
SAAHCFPSE HHKEA YEV 
Prostasin.CDS ■ 

AAGCTGGGGGCCCACCAGCTAGACTCCTACTCCGAGGACGCCAAGGTCAG 

301 + + + + + 350 

TTCGACCCCCGGGTGGTCGATCTGAGGATGAGGCTCCTGCGGTTCCAGTC 
KLGAHQLDS Y SEDA KVS 
. Prostasin.CDS — — 
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FIG. 4(B) 



CACCCTGAAGGACATCATCCCCCACCCCAGCTACCTCCAGGAGGGCTCCC 

351 + + + + + 

GTGGGACTTCCTGTAGTAGGGGGTGGGGTCGATGGAGGTCCTCCCGAGGG 

TLKDI IPHPS YLQ E GS 
Prostasin.CDS 



AGGGCGACATTGCACTCCTCCAACTCAGCAGACCCATCACCTTCTCCCGC 

401 + + + + + 

TCCCGCTGTAACGTGAGGAGGTTGAGTCGTCTGGGTAGTGGAAGAGGGCG 
Q G DIALLQLSR PIT FSR 
Prostasin . CDS 



TACATCCGGCCCATCTGCCTCCCTGCAGCCAACGCCTCCTTCCCCMCGG 

451 + + + + + 

ATGTAGGCCGGGTAGACGGAGGGACGTCGGTTGCGGAGGAAGGGGTTGCC 
YIRPICLPAANASF PNG 
Prostasin . CDS ■ 



CCTCCACTGCACTGTCACTGGCTGGGGTCATGTGGCCCCCTCAGTGAGCC 

501 + + + + + 

GGAGGTGACGTGACAGTGACCGACCCCAGTACACCGGGGGAGTCACTCGG 

L HCTVTGWGH VAP S VS 
Prostasin . CDS — 



TCCTGACGCCCAAGCCACTGCAGCAACTCGAGGTGCCTCTGATCAGTCGT 

551 + + + -h + 

AGGACTGCGGGTTCGGTGACGTCGTTGAGCTCCACGGAGACTAGTCAGCA 
LLTPKPLQQLE VPL ISR 
Prostasin.CDS 



GAGACGTGTAACTGCCTGTACAACATCGACGCCAAGCCTGAGGAGCCGCA 

601 + + + + + 

CTCTGCACATTGACGGACATGTTGTAGCTGCGGTTCGGACTCCTCGGCGT 
ETCNCLYNI DAKPE E P H 
Prostasin.CDS 



CTTTGTCCAAGAGGACATGGTGTGTGCTGGCTATGTGGAGGGGGGCAAGG 

651 + + + + + 

GAAACAGGTTCTCCTGTACCACACACGACCGATACACCTCCCCCCGTTCC 

FVQEDMVCAG YVE GGK 
Prostasin.CDS - 



J • 



• 11 



ltd!; 

Q 
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FIG. 4(C) 



ACGCCTGCCAGGGTGACTCTGGGGGCCCACTCTCCTGCCCTGTGGAGGGT 

701 + + + + 750 

TGCGGACGGTCCCACTGAGACCCCCGGGTGAGAGGACGGGACACCTCCCA 
DACQG DSGGPL SCP VEG 
Prostasin.CDS ■ — 



CTCTGGTACCTGACGGGCATTGTGAGCTGGGGAGATGCCTGTGGGGCCCG 

751 + + + + + 800 

GAGACCATGGACTGCCCGTAACACTCGACCCCTCTACGGACACCCCGGGC 
LWYLT GIVSW GDAC GAR 
—Prostasin.CDS 



CAACAGGCCTGGTGTGTACACTCTGGCCTCCAGCTATGCCTCCTGGATCC 

801 + + + + 850 

GTTGTCCGGACCACACATGTGAGACCGGAGGTCGATACGGAGGACCTAGG 

NRPGVYTLAS SYA S W I 
— Prostasin.CDS ■ ■ — 



AAAGCAAGGTGACAGAACTCCAGCCTCGTGTGGTGCCCCAAACCCAGGAG 

851 + + + + + 900 

TTTCGTTCCACTGTCTTGAGGTCGGAGCACACCACGGGGTTTGGGTCCTC 
QSKVT ELQPRV VPQ TQE 
-Prostasin.CDS — 

Xba 1 

TCCCAGCCCGACAGCAACCTCTGTGGCAGCCACCTGGCCTTCAGCTCTAG 

901 + + + + H 950 

AGGGTCGGGCTGTCGTTGGAGACACCGTCGGTGGACCGGAAGTCGAGATC 
SQPDS NLCGS HLAF SlS R 
Prostasin.CDS * 

Not I 



ACATCACCATCACCATCACTAGCGGCCGCTTCCCTTTAGTGAGGGTTAAT 

951 + + + + + 1000 

TGTAGTGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATCACTCCCAATTA 
H H H H H H * 
6 X HIS-TAG 



GCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAA 

1001 + + + + + 1050 

CGAAGCTCGTCTGTACTATTCTATGTAACTACTCAAACCTGTTTGGTGTT 



SV40 Late pA 



/ « 



18/34 



FIG. 4(D) 



ru 



CTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATT 

1051 + + + + + 1100 

GATCTTACGTCACTTTTTTTACGAAATAAACACTTTAMCACTACGATAA 



□ SV40 Late pA 

! ; * GCTTTATTTGT AACCATTATAAGCTGCAATAAACAAGTTG AC 

Iff 1101 + + + + 1142 

; Q CGAAATAAAGAT TGGT AAT ATT CGACGTT AT T TGTTCAACT G 
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SEQ.ID.NO, :9 
Eco RI 



FIG. 5(A) 



GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAATCCCGCCTGCT 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAGGGCGGACGA 
IMDSKGS SQKS RLL 
I Prolactin Signal Sequence — 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTQTGGTCTCCG 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLL CQG V V S I 
Prolactin Signal Sequence — L 

Not I 

ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

101 + + + + + 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGAACGACGGGGGAAA 
DY KD DDDlV D | A A ALA A P F 
FLAG 1 1 EK1 Piro 

Xba I 

GATGATGATGACAAGATCGTTGGGGGCTACAACTGTCTAGAACCCCATTC 

CTACTACTACTGTTCTAGC7^ACCCCCGATGTTGACAGATCTTGGGGTAAG 
DD D DK IVG GY N CLjEjPH S 
EK1 Pro 1 * 



GCAGCCTTGGCAGGCGGCCTTGTTCCAGGGCCAGCAACTACTCTGTGGCG 

201 + + + + + 

CGTCGGAACCGTCCGCCGGAACAAGGTCCCGGTCGTTGATGAGACACCGC 

Q PWQAALFQG QQL X, CG 
Neuropsin.CDS — 



GTGTCCTTGTAGGTGGCAACTGGGTCCTTACAGCTGCCCACTGTAAAAAA 

251 + + + 4- -f 

CACAGGAACATCCACCGTTGACCCAGGAATGTCGACGGGTGACATTTTTT 
GV LVGGNWVLT AAH C K K 
Neuropsin.CDS 



CCGAAATACACAGTACGCCTGGGAGACCACAGCCTACAGAATAAAGATGG 

301 + + + + + 

GGCTTTATGTGTCATGCGGACCCTCTGGTGTCGGATGTCTTATTTCTACC 
PKYTVRLGDH SLQN KDG 
Neuropsin.CDS ■ 
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F/G. 5fs; 



CCCAGAGCAAGAAATACCTGTGGTTCAGTCCATCCCACACCCCTGCTACA 

351 + + + + + 400 

GGGTCTCGTTCTTTATGGACACCAAGTCAGGTAGGGTGTGGGGACGATGT 

PEQEIPVVQS IPH^> C Y 
Neuropsin.CDS — — 

ACAGCAGCGATGTGGAGGACCACAACCATGATCTGATGCTT C TTCMCTG 

401 + + + + + 450 

TGTCGTCGCTACACCTCCTGGTGTTGGTACTAGACTACGAACBAAGTTGAC 
NSSDVEDHNHDLML X.QL 
1 — -Neuropsin . CDS — — - 

CGTGACCAGGCATCCCTGGGGTCCAAAGTGAAGCCCATCAGCCTGGCAGA 

451 + + + + + 500 

GCACTGGTCCGTAGGGACCCCAGGTTTCACTTCGGGTAGTCGGACCGTCT 
>iQ RDQASLGSKV KPIS LAD 
\M Neuropsin.CDS — — 

ii 

U. TCATTGCACCCAGCCTGGCCAGAAGTGCACCGTCTCAGGCTGGGGCACTG 

ry soi + + + + + 550 

j,3 AGTAACGTGGGTCGGACCGGTCTTCACGTGGCAGAGTCCGACCCCGTGAC 
n HCTQPGQKCT VSG W GT 
■5 -Neuropsin . CDS — — 

jrssb 

TCACCAGTCCCCGAGAGAATTTTCCTGACACTCTCAACTGTGCAGAAGTA 

551 + + + + + 600 

AGTGGTCAGGGGCTCTCTTAAAAGGACTGTGAGAGTTGACA.CGTCTTCAT 
VTSPRENFPDTLNC A £ V 
Neuropsin.CDS — - — - 

AAAATCTTTCCCCAGAAGAAGTGTGAGGATGCTTACCCGGGGCAGATCAC 

601 + + + + + 650 

TTTTAGAAAGGGGTCTTCTTCACACTCCTACGAATGGGCCCCGTCTAGTG 
KI FPQKKCE D A Y P G Q I T 
— — Neuropsin . CDS 

AGATGGCATGGTCTGTGCAGGCAGCAGCAAAGGGGCTGACACGTGCCAGG 

651 + + + + + 700 

TCTACCGTACCAGACACGTCCGTCGTCGTTTCCCCGACTGTGCACGGTCC 

DGMVCAGSS K GAD T CQ 
- Neuropsin . CDS — — 



i i n 
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F/G. 5(C) 



GCGATTCTGGAGGCCCCCTGGTGTGTGATGGTGCACTCCAGGGCATCACA 

701 +- + + + -+- 750 

CGCTAAGACCTCCGGGGGACCACACACTACCACGTGAGGTCCCGBGTGT 
GD SGGPLVCDG ALQ GIT 
— NeuropsiruCDS 



TCCTGGGGCTCAGACCCCTGTGGGAGGTCCGACAAACCTGGCGTCTATAC 

751 + + + + h 800 

AGGACCCCGAGTCTGGGGACACCCTCCAGGCTGTTTGGACCGCAGATATG 
SWGSDPCGRSDKPG VYT 
Neuropsin.CDS — 



CAACATCTGCCGCTACCTGGACTGGATCAAGAAGATCATAGGCAGCAAGG 

h& 801 + + + + h 850 

111 GTTGTAGACGGCGATGGACCTGACCTAGTTCTTCTAGTATCCGTCGTTCC 
i,P NICRYLDWIKKIIGSK 
(y ■ Neuropsin.CDS 



Xba I Not I 



GCTCTAGACATCACCATCACCATCACTAGCGGCCGCTTCCCTTTAGTGAG 

851 + + + + -h 900 

CGAGATCTGTAGTGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATCACTC 



GSSRIHHHHHH* 



6 X HIS-TAG 



GGTTAATGCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGGACAA 

901 + + + + -h 950 

CCAATTACGAAGCTCGTCTGTACTATTCTATGTAACTACTCAAACCTGTT 

SV40 Late pA 

ACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAi^VATTTGTGA 

951 + + + + + 1000 

TGGTGTTGATCTTACGTCACTTTTTTTACGAAATAAACACTTTAMCACT 

SV40 Late pA 

TGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTGAC 

1001 + + + + 1049 

ACG AT AACGAAAT AAACATTGGT AAT ATT C GACGTTATTTG T TCMCT G 



SV40 Late pA 



SEQ.ID.NO. :10 
Eco RI 
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FIG. 6(A) 



GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAATCCCGCCTGCT 
+ + + + + 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAGGGC<KACGA 
IMDSKGS SQKS RLL 
I Prolactin Signal Sequence- 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTGTGGTCTCCG 
51 + + + + -h 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLL CQG VVSl 
Prolactin Signal Sequence ■ — L 

Not I 

ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

101 + + + + + 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGAACGACGGGGGAAA 
D Y K D D D DjV D I A A ALA APF 
FLAG 1 1 EK1 Pro - 

Xba X 

GATGATGATGACAAGATCGTTGGGGGCTACAACTGTCTAGAAAAGCACTC 

151 + + + + -+- 

CTACTACTACTGTTCT AGCAACCCCCGATGTTGACAGATC07 T TTCGTGAG 
DDDDKIVGGY NCLlEljKHS 
EK1 Pro 1 L- 



CCAGCCCTGGCAGGCAGCCCTGTTCGAGAAGACGCGGCTAC T CTGTGGGG 

201 + + + + + 

GGTCGGGACCGTCCGTCGGGACAAGCTCTTCTGCGCCGATGAGACACCCC 

QPWQAALFEK TRL L C G 
Protease O.CDS — 



CGACGCTCATCGCCCCC AG ATGGCT CCT GACAGCAGCCCAC T GCCTCAAG 

251 + + + + + 

GCTGCGAGTAGCGGGGGTCTACCGAGGACTGTCGTCGGGTGACGGAGTTC 
ATLIAPRWLL TAAH CLK 
Protease 0, CDS — 



CCCCGCTACATAGTTCACCTGGGGCAGCACAACCTCCAGAAGGAGGAGGG 

301 + + + + H- 

GGGGCGATGTATCAAGTGGACCCCGTCGTGTTGGAGGTCTTCCTCCTCCC 
PRYIVHLGQHNLQK EEG 
Protease O.CDS 
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FIG. 6(B) 



CTGTGAGCAGACCCGGACAGCCACTGAGTCCTTCCCCCACCCCGGCTTCA 

351 + + + + + 

GACACTCGTCTGGGCCTGTCGGTGACTCAGGAAGGGGGTGGGGCCGAAGT 

CEQTRTATES FPHE> GF 
Protease O.CDS 



ACAACAGCCTCCCCAACAAAGACCACCGCAATGACATCATGC T GGTGAAG 

401 + + + + + 

TGTTGTCGGAGGGGTTGTTTCTGGTGGCGTTACTGTAGTACGACCACTTC 
NNSLPNKDHRN DIM Xj V K 
Protease O.CDS 



ATGGCATCGCCAGTCTCCATCACCTGGGCTGTGCGACCCCTCACCCTCTC 

451 + + + + + 

T ACCGT AGCGGTCAGAGGTAGT GGACCCGACACGCTGGGGAG T GGGAGAG 
MASPVSITWAVRPL TLS 
Protease O.CDS 



CTCACGCTGTGTCACTGCTGGCACCAGCTGCCTCATTTCCGGCTGGGGCA 

501 + + + + + 

GAGTGCGACACAGTGACGACCGTGGTCGACGGAGTAMGGCCGACCCCGT 

SRCVTAGTSCLISG W G 
Protease O.CDS 



GCACGTCCAGCCCCCAGTTACGCCTGCCTCACACCTTGCGATGCGCCAAC 

551 + + + + + 

CGTGCAGGTCGGGGGTCAATGCGGACGGAGTGTGGMCGCTACGCGGTTG 
ST SS PQLRLPH TLR C AN 
Protease O.CDS 



ATCACCATCATTGAGCACCAGAAGTGTGAGAACGCCTACCCCGGCAACAT 

601 + + + + + 

TAGTGGTAGTAACTCGTGGTCTTCACACTCTTGCGGATGGGGCCGTTGTA 
I T II EHQKCE NAYP GUI 
Protease O.CDS - — — 



CACAGACACCATGGTGTGTGCCAGCGTGCAGGAAGGGGGCAAGGACTCCT 

651 + + + + + 

GTGTCTGTGGTACCACACACGGTCGCACGTCCTTCCCCCGTTCCTGAGGA 

T DTMVCASVQ EGGK DS 
Protease O.CDS - — — 



24/34 

FIG. 6(C) 

GCCAGGGTGACTCCGGGGGCCCTCTGGTCTGTAACCAGTCrCTTCMGGC 

701 + + + + + 

CGGTCCCACTGAGGCCCCCGGGAGACCAGACATTGGTCAGA.GAAGTTCCG 
CQGDSGGPLVC NQS L Q G 
« Protease O.CDS 



ATTATCTCCTGGGGCCAGGATCCGTGTGCGATCACCCGAAA.GCCTGGTGT 
751 + + + + + 

taatagaggaccccggtcctaggcacacgctagtgggctttcggaccaca 
iiswgqdpcaitrk: pgv 

Protease O.CDS ■■ ■ 



CTACACGAAAGTCTGCAAATATGTGGACTGGATCCAGGAGA.CGATGAAGA 

801 + + + + + 

GATGTGCTTTCAGACGTTTATACACCTGACCTAGGTCCTCTGCTACTTCT 

YTKVCKYVDW IQE T MK 
: Protease O.CDS — 

Xba I Not I 

ACAATTCTAGACATCACCATCACCATCACTAGCGGCCGCTTCCCTTTAGT 

851 + + + + + 

TGTTAAGATCTGTAGTGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATCA 
NNlSRjHHHHHH * I — — — - 
1 1 6 X HIS-TAG 1 



GAGGGTTAATGCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGGA 

901 + + + + + 

CTCCCAATTACGAAGCTCGTCTGTACTATTCTATGTAACTACTCAMCCT 



SV40 Late pA 

CAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAMTTTG 

951 + + + + + 

GTTTGGTGTTGATCTTACGTCACTTTTTTTACGAAATAAACACTTTAAAC 



SV40 Late pA 

TGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTG 

1001 + + + + + 

ACT AC G AT AACGAAATAAACATT GGTAAT AT T CGACGTT AT T T GTTCAAC 



SV40 Late pA 



AC 

1051 1052 
TG 
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F/G. 7 



A. 




B. 




EK: 


+ 




+ 


DTT: + 


+ 


+ 


+ 


M 1 


2 


1 


2 





81.0 




46.9 


j: sis 

i;3 


34.1 


j;f{ 


28.5 


'( CIS" 

! i 


L 


I'll s 






Protease: PFEK2-protasin-6XHIS 
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Protease: CFEK2-protasin-6XHIS 
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FIG. 9 



EK: 



46.9 



M 



+ 

2 



1 



34.1 



28.5 




Protease: PFEK1-neuropsin-6XHIS 



FIG. 10 



EK: 



103 
81.0 



M 



+ 

2 



46.9 f*» 



34.1 
28.5 



Protease: PFEK1 -protease 0-6XHIS 
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FIG. 11 
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Protease: CFEK2-Protease F-6XHIS 



EK: 



F/G. t2 
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Protease: PFEK-MH2-6XHIS 
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SEQ.ID.NO. :53 
Eco RI 



FIG. 13(A) 



GAATTCACCACCATGGCTTTCCTCTGGCTCCTCTCCTGCTGGGCCCTCCT 
+ + + + + 

CTTAAGTGGTGGTACCGAAAGGAGACCGAGGAGAGGACGAC CZT CGGGAGGA 
MAFLWLLSCW ALL 
Chymo t r yp s inogen Pjr«s 



GGGTACCACCTTCGGCTGCGGGGTCCCCGACTACAAGGACQACGACGACG 

51 + + + + 4- 

CCCATGGTGGAAGCCGACGCCCCAGGGGCTGATGTTCCTGC T GCTGCTGC 

GTTFGCGVPlD YKD ODD] 
Chymotrypsinogen Pre ' FLAG L 



Not I 

CGGCCGCTCTTGCTGCCCCCTTTGATGATGATGACMGATCGTTGGGGGC 

101 4 + 4- 4 + 

GCCGGCGAGAACGACGGGGGAAACTACTACTACTGTTCTAGOAACCCCCG 
AAALAAPF DDD DKI VGG 
EK2 Pro — . 

Xba I 

TATGCTCTAGAACTCGGGCGTTGGCCGTGGCAGGGGAGCCT GCGCCTGTG 

151 + 4 + 4- -h 

ATACGAGATCTTGAGCCCGCAACCGGCACCGTCCCCTCGGACGCGGACAC 
YALIEILGRWPW QGSL RLW 
1 ! Protease F.CDS 



GGATTCCCACGTATGCGGAGTGAGCCTGCTCAGCCACCGCT*GGGCACTCA 
201 + 4 + + 4- 

CCTAAGGGTGCATACGCCTCACTCGGACGAGTCGGTGGCGACCCGTGAGT 

DSHVCGVSLL SHR W A L 
Protease F.CDS — 



CGGCGGCGCACTGCTTTGAAACCTATAGTGACCTTAGTGATCCCTCCGGG 

GCCGCCGCGTGACGAAACTTTGGATATCACTGGAATCACTAGGGAGGCCC 
TAAHCFET YS D LSD PSG 
Protease F.CDS . 



TGGATGGTCCAGTTTGGCCAGCTGACTTCCATGCCATCCTTCTGGAGCCT 

301 + + + + 4- 

ACCTACCAGGTCAAACCGGTCGACTGAAGGTACGGTAGGAAGACCTCGGA 
WMVQFGQLTSMPSF WSL 
Protease F.CDS — 
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FIG. 13(B) 



GCAGGCCTACTACAACCGTTACTTCGTATCGAATATCTATCTGAGCCCTC 
351 + + + + + 

CGTCCGGATGATGTTGGCAATGAAGCATAGCTTATAGATAGACXCGGGAG 

QAYYN RYFVS N I Y L SP 
Protease FXDS — 



GCTACCTGGGGAATTCACCCTATGACATTGCCTTGGTGAAGCTGTCTGCA 

401 + + + + + 

CGATGGACCCCTTAAGTGGGATACTGTAACGGAACCACTTCGACAGACGT 
RYLGNS PYDIA LVKL SA 
Protease F.CDS — - 



CCTGTCACCTACACTAAACACATCCAGCCCATCTGTCTCCAGGCCTCCAC 

451 + + + + + 

GGACAGTGGATGTGATTTGTGTAGGTCGGGTAGACAGAGGTCCGGAGGTG 
PVTYTKHI QP I CLQ AST 
Protease F.CDS — 



ATTTGAGTTTGAGAACCGGACAGACTGCTGGGTGACTGGCTGGGGGTACA 

501 + + + + + 

TAAACTCAAACTCTTGGCCTGTCTGACGACCCACTGACCGACCCCCATGT 

FEFEN RTDCW VTGW G Y 
Protease F.CDS — 



TCAAAGAGGATGAGGCACTGCCATCTCCCCACACCCTCCAGGAAGTTCAG 

551 + + + + + 

AGTTTCTCCTACTCCGTGACGGTAGAGGGGTGTGGGAGGTCCTTCAAGTC 
IK EDEALPSPH TLQ E VQ 
Protease F.CDS — 



GTCGCCATCATAAACAACTCTATGTGCAACCACCTCTTCCTCAAGTACAG 

601 + + + + + 

CAGCGGTAGTATTTGTTGAGATACACGTTGGTGGAGAAGGAGTTCATGTC 
VAIINNSMCN HLFL KYS 
Protease F.CDS ■ ■ 



TTTCCGCAAGGACATCTTTGGAGACATGGTTTGTGCTGGCAATGCCCAAG 

651 + + + + + 

AAAGGCGTTCCTGTAGAAACCTCTGTACCAAACACGACCGTTACGGGTTC 

F RKDI FGDMV CAGN A Q 
Protease F.CDS 



! s 



30/34 

FIG. 13(C) 



GCGGGAAGGATGCCTGCTTCGGTGACTCAGGTGGACCCTTGGCCTGTAAC 

701 + + + + + 750 

CGCCCTTCCTACGGACGAAGCCACTGAGTCCACCTGGGMCCGGACATTG 
GGKDACFGDSG GPL ACN 
Protease F.CDS 



AAGAATGGACTGTGGTATCAGATTGGAGTCGTGAGCTGGGGAGTGGGCTG 

751 + + + + + 800 

TTCTTACCTGACACCATAGTCTAACCTCAGCACTCGACCCC T CACCCGAC 
KNGLWYQIGVVSWG VGC 
Protease F.CDS — — 



TGGTCGGCCCAATCGGCCCGGTGTCTACACCAATATCAGCCACCACTTTG 

801 + + + + + 850 

ACCAGCCGGGTTAGCCGGGCCACAGATGTGGTTATAGTCGGTGGTGAAAC 

GRPNR PGVYT N I S H HF 
Protease F.CDS — 



h Q AGTGGATCCAGAAGCTGATGGCCCAGAGTGGCATGTCCCAGC CAGACCCC 

tQ 851 + + + + + 900 

hQ TCACCTAGGTCTTCGACTACCGGGTCTCACCGTACAGGGTCGGTCTGGGG 
ii EWIQKLMAQS G MSQ PDP 
\a Protease F.CDS 

U Xba I Not I 



TCCTGGTCTAGACATCACCATCACCATCACTAGCGGCCGCT T CCCTTTAG 

901 + + + + + 950 

AGGACCAGATCTGTAGTGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATC 



SWlSRlHHHHHH * J 
1 « 6 X HIS-TAG 1 



TGAGGGTTAATGCTTCGAGCAGACATGATAAGATACATTGATGAGTTTGG 

951 + + + + + 1000 

ACTCCCAATTACGAAGCTCGTCTGTACTATTCTATGTAACTA.CTCAAACC 

SV40 Late pA 

ACAAACCACAACT AGAATGCAGTGAAAAAAATGCTTTATTT G T GAAATT T 

1001 + + + + + 1050 

TGTTTGGTGTTGATCTTACGTCACTTTTTTTACGAMTAAACACTTTAAA 

SV40 Late pA 

GTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTT 

1051 + + + + + 1100 

CACTACGATAACGAAATAAACATTGGTAATATTCGACGTTATTTGTTCAA 



SV40 Late pA 



31/34 



FIG. 13(D) 



I'* GAC 

□ . 1101 1103 

P CTG 
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SEQ.ID.NO. :54 FIG. 14(A) 

Eco RI 

GAATTCACCACCATGGACAGCAAAGGTTCGTCGCAGAAATOCCGCCTGCT 

1 + + + + h 

CTTAAGTGGTGGTACCTGTCGTTTCCAAGCAGCGTCTTTAC5GGCGGACGA 
JMDSKGS SQKS RLL 
■ Prolactin Signal Sequence - 



CCTGCTGCTGGTGGTGTCAAATCTACTCTTGTGCCAGGGTGTGGTCTCCG 

51 4- + + + -h 

GGACGACGACCACCACAGTTTAGATGAGAACACGGTCCCACACCAGAGGC 

LLLVVSNLLL CQG V V S | 
Prolactin Signal Sequence — L 

Not I 

ACTACAAGGACGACGACGACGTGGACGCGGCCGCTCTTGCTGCCCCCTTT 

TGATGTTCCTGCTGCTGCTGCACCTGCGCCGGCGAGAACGACGGGGGAAA 
DYKDDDDlVDJA A ALA A P F 
FLAG 1 1 EK1 Pro 

Xba X 

GATGATGATGACAAGATCGTTGGGGGCTACAACTGTCTAGAGCCGCACTC 

CTACTACTACTGTTCTAGCAACCCCCGATGTTGACAGATC T CGGCGTGAG 
DDDDKIVGGY NCLjEjPHS 
EK1 Pro 1 ■ 



GCAGCCCTGGCAGGCGGCACTGGTCATGGAAAACGMTTGTTCTGCTCGG 
201 + + + 4 h 

CGTCGGGACCGTCCGCCGTGACCAGTACCTTTTGCTTMCAAGACGAGCC 

Q PWQAALVME NEL F C S 
MH2 . CDS - 



GCGTCCTGGTGCATCCGCAGTGGGTGCTGTCAGCCGCACACTGTTTCCAG 

CGCAGGACCACGTAGGCGTCACCCACGACAGTCGGCGTGTGACAMGGTC 
GVLVHPQWVL SAAH CFQ 
MH2.CDS — 



AACTCCTACACCATCGGGCTGGGCCTGCACAGTCTTGAGGGCGACCAAGA 

301 + + + + + 

TTGAGGATGTGGTAGCCCGACCCGGACGTGTCAGAACTCCGGCTGGTTCT 
NSYTIGLGLHSLEA. DQE 
MH2 . CDS 



1 2 

•I r.;r„- 



'I 
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F/G. f 4b; 



GCCAGGGAGCCAGATGGTGGAGGCCAGCCTCTCCGTACGGCACCCAGAGT 

351 + + + + + 400 

CGGTCCCT CGGTCT ACCACCTCCGGTCGGAGAGGCATGCCGT G GGTCTCA 

PG SQMVEASL SVRH PE 
MH2.CDS ■ 



ACAACAGACCCTTGCTCGCTAACGACCTCATGCTCATCMGTTGGACGAA 

401 + + + + + 450 

TGTTGTCTGGGAACGAGCGATTGCTGGAGTACGAGTAGTTCAACCTGCTT 
YNRPLLANDLM LIK L DE 
MH2 . CDS — 



TCCGTGTCCGAGTCTGACACCATCCGGAGCATCAGCATTGCT T CGCAGTG 

q 451 + + + + + 500 

j, A AGGCACAGGCTCAGACTGTGGTAGGCCTCGTAGTCGTAACGAAGCGTCAC 
iff SVSESDTIRSISIA SQC 
MH2.CDS 



CCCTACCGCGGGGAACTCTTGCCTCGTTTCTGGCTGGGGTCTGCTGGCGA 

501 + + + + + 550 

GGGATGGCGCCCCTTGAGAACGGAGCAAAGACCGACCCCAGACGACCGCr 

PTAGNSCLVSGWGL LA 
MH2.CDS 



ACGGCAGAATGCCTACCGTGCTGCAGTGCGTGAACGTGTCGC3TGGTGTCT 

551 + + + + + 600 

TGCCGTCTTACGGATGGCACGACGTCACGCACTTGCACAGCCACCACRGA 
NGRMPTVLQCV NVS VVS 
MH2 . CDS ~ 



GAGGAGGTCTGCAGTAAGCTCTATGACCCGCTGTACCACCCCAGCATGTT 

601 + + + + + 650 

CTCCTCCAGACGTCATTCGAGATACTGGGCGACATGGTGGGGXCGTACAA 
EEVCSKLYDPL YHP SMF 
MH2.CDS 



CTGCGCCGGCGGAGGGCACGACCAGAAGGACTCCTGCAACGGTGACTCTG 

651 + + + + + 700 

GACGCGGCCGCCTCCCGTGCTGGTCTTCCTGAGGACGTTGCCACTGftGAC 

CAGGGHDQKD SCNG DS 
MH2 . CDS 
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FIG. 14(C) 

GGGGGCCCCTGATCTGCAACGGGTACTTGCAGGGCCTTGTGTCTTTCGGA 

701 + + + + »- 750 

CCCCCGGGGACTAGACGTTGCCCATGAACGTCCCGGAACACAGAAAGCCT 
GGPLICNGYLQGLV SFG 
MH2 . CDS 

AAAGCCCCGTGTGGCCAAGTTGGCGTGCCAGGTGTCTACACCAACCTCTG 

751 + + + + 1- 800 

TTTCGGGGCACACCGGTTCAACCGCACGGTCCACAGATGTGGTTGGAGAC 
KAPCGQVGVP GVYT NLC 
. MH2 . CDS 

Xba I 

CAAATTCACTGAGTGGATAGAGAAAACCGTCCAGGCCAGTTCTAGACATC 

801 + — + + + + 850 

GTTTAAGTGACTCACCTATCTCTTTTGGCAGGTCCGGTCAAGATCTGTAG 

KFTEWIEKTV QASlS R|H 
■ — MH2.CDS 1 J 

Not I 

ACCATCACCATCACTAGCGGCCGCTTCCCTTTAGTGAGGGTTAATGCTTC 

851 + + + + + 900 

TGGTAGTGGTAGTGATCGCCGGCGAAGGGAAATCACTCCCAATTACGAAG 

H H H H H * I ______ 

' 6 X HIS -TAG — 1 

GAGCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACARCTAGA 

901 + + + +— + 950 

CTCGTCTGTACTATTCTATGTAACTA CTCAAACCTGTTTGGTGTTGATCT 

SV40 Late pA 

ATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGC T ATTGCTT T 

951 + + + + + iooo 

TACGTCACTTTTTTTACGAAATAAACACTTTAAACACTACGATAACGAAA 

SV40 Late pA 

ATTTGTAACCATTATAAGCTGCAATAAACAAGTTGAC 

1001 + + + 10 37 

TAAACATTGGTAATATTCGACGTTATTTGTTCAACTG 



